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Disruption of epigenetic patterns is a major change occurring in all types of cancers. Such
alterations are characterized by global DNA hypomethylation, gene-promoter hypermethy-
lation and aberrant histone modifications, and may be modified by environment. Nutritional
factors, and especially dietary lipids, have a role in the etiology of breast cancer. Thus, we
aimed to analyze the influence of different high fat diets on DNA methylation and histone
modifications in the rat dimethylbenz(a)anthracene (DMBA)-induced breast cancer model.
Female Sprague-Dawley rats were fed a low-fat, a high corn-oil or a high extra-virgin olive
oil (EVOO) diet from weaning or from induction with DMBA. In mammary glands and tumors
we analyzed global and gene specific (RASSF1A, TIMP3) DNAmethylation by LUMA and
bisulfite pyrosequencing assays, respectively. We also determined gene expression and
enzymatic activity of DNA methyltransferases (DNMT1, DNMT3a and DNMT3b) and evalu-
ated changes in histone modifications (H3K4me2, H3K27me3, H4K20me3 and H4K16ac)
by western-blot. Our results showed variations along time in the global DNA methylation of
the mammary gland displaying decreases at puberty and with aging. The olive oil-enriched
diet, on the one hand, increased the levels of global DNA methylation in mammary gland
and tumor, and on the other, changed histone modifications patterns. The corn oil-enriched
diet increased DNA methyltransferase activity in both tissues, resulting in an increase in the
promoter methylation of the tumor suppressor genes RASSF1A and TIMP3. These results
suggest a differential effect of the high fat diets on epigenetic patterns with a relevant role in
the neoplastic transformation, which could be one of the mechanisms of their differential
promoter effect, clearly stimulating for the high corn-oil diet and with a weaker influence for
the high EVOO diet, on breast cancer progression.
PLOS ONE | DOI:10.1371/journal.pone.0138980 September 24, 2015 1 / 16
OPEN ACCESS
Citation: Rodríguez-Miguel C, Moral R, Escrich R,
Vela E, Solanas M, Escrich E (2015) The Role of
Dietary Extra Virgin Olive Oil and Corn Oil on the
Alteration of Epigenetic Patterns in the Rat DMBA-
Induced Breast Cancer Model. PLoS ONE 10(9):
e0138980. doi:10.1371/journal.pone.0138980
Editor:William B. Coleman, University of North
Carolina School of Medicine, UNITED STATES
Received: June 30, 2015
Accepted: September 8, 2015
Published: September 24, 2015
Copyright: © 2015 Rodríguez-Miguel et al. This is an
open access article distributed under the terms of the
Creative Commons Attribution License, which permits
unrestricted use, distribution, and reproduction in any
medium, provided the original author and source are
credited.
Data Availability Statement: All relevant data are
within the paper.
Funding: This work was supported by "Plan
Nacional I+D+I 2004-2007 & 2008-2011" (AGL2006-
07691/ALI & AGL2011-24778) to EE; "Fundación
Patrimonio Comunal Olivarero" (FPCO2008-165.396;
FPCO2013-CF611.084) to EE; "Agencia para el
Aceite de Oliva del Ministerio de Agricultura,
Alimentación y Medio Ambiente" (AAO2008-165.471)
to EE; "Organización Interprofesional del Aceite de
Oliva Español" (OIP2009-165.646) to EE; and
Departament de Salut i d’Agricultura, Alimentació i
Introduction
Breast cancer is the most frequent malignant neoplasia among women worldwide [1]. In addi-
tion to genetic, epigenetic and endocrine factors, the environment, and specifically nutritional
factors, plays a key role in its etiology. Epidemiological evidence and research studies in animal
models suggest that diet, and mainly dietary lipids, play an important role in breast cancer
development [2]. Thus, n-6 polyunsaturated fatty acids (PUFA) from vegetable oils, especially
linoleic acid (18:2n-6) and saturated fat, mainly from animal origin, have shown a stimulating
effect on breast cancer. In contrast, an inhibitory effect has been described for n-3 PUFA, con-
jugated linoleic acid and γ-linolenic acid. Monounsaturated fatty acids (MUFA), mainly oleic
acid (18:1n-9, OA), present in high quantities in olive oil, seems to be protective, although
some inconsistent data have been reported ranging from protective to weak stimulating effects
on tumor growth [3, 4]. In this sense, abundant results have attributed a protective effect on
breast cancer risk to Mediterranean Diet, characterized by the consumption of olive oil as the
main source of energy [5]. The specific mechanisms by which EVOO (Extra Virgin Olive Oil)
and other dietary lipids may exert their modulatory effects on cancer are not fully understood.
Several nutrients with anticancer potential have shown to influence epigenome by interfering
with processes deregulated during carcinogenesis, such as global DNA hypomethylation, tumor
suppressor gene promoter hypermethylation and aberrant histone modifications [6]. Global
DNA hypomethylation reflects loss of methylation associated with aberrant expression of some
genes that could contribute to neoplastic transformation, tumorigenesis, cancer progression and
chromosomal instability [7]. On the other hand, methylation-dependent gene silencing is a nor-
mal mechanism for regulation of gene expression [8]. In cancer cells, gene promoter hypermethy-
lation represents a mutation-independent mechanism for inactivation of tumor suppressor genes.
A significant number of cancer-related genes are subject to methylation-dependent silencing, and
many of these genes contribute to the hallmarks of cancer, such as RASSF1A (Ras-association
domain family 1, isoform A) and TIMP3 (Tissue inhibitor of metalloproteinase-3) [9]. DNA
methylation is catalyzed by the enzyme 5-cytosine DNAmethyltransferase (DNMT) commonly
classified as maintenance (DNMT1) and de novo (DNMT3a andDNMT3b). The levels of
DNMT, especially those ofDNMT3a andDNMT3b, are often increased in various cancer tissues
and cell lines. This may partially account for the hypermethylation of promoter CpG-rich regions
of tumor suppressor genes in a variety of malignancies [10]. In addition to DNAmethylation dis-
ruption, aberrant histone modifications play a role in the carcinogenesis process. Post-transla-
tional modifications of histone determine DNA-histone interaction and transcriptional activity of
genome, having a functional cross-talk with DNAmethylation. Among the various modifications,
acetylation and methylation of histone lysines such as H4K16ac, H4K20me3, H3K27me3 and
H3K4me2, have been frequently associated with breast cancer [11–13].
Given the increasingly evidence that dietary factors can influence epigenetic changes, a bet-
ter knowledge of the interrelationships among dietary lipids, epigenetic modifications and
breast cancer is necessary to determine the utility of interventions with nutritional components
for breast cancer prevention. Hence, the aim of the present study is to analyze the influence of
different high fat diets, rich in corn oil or in EVOO, on DNA methylation and histone modifi-
cations in the rat dimethylbenz(a)anthracene-induced breast cancer model.
Materials and Methods
Animals and experimental design
All animals received humane care under an institutionally approved experimental animal
protocol, following the legislation applicable in this country. The protocol, which included
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euthanasia by decapitation, was approved by the Ethical Committee of Animal and Human
Experimentation of our institution (CEEAH 566/3616). Female Sprague-Dawley rats were
obtained from Charles River Lab. (L’Arbresle, France, N = 167) and housed 2–3 per cage in a
controlled environment and 12:12h light/dark cycle. The day after arrival (23 days of age), 6
animals were euthanized by decapitation and the remaining rats distributed upon the type of
diet and timing of dietary intervention (S1 Fig). Three semi-synthetic diets were designed: a
low fat diet (3% corn oil-w/w-), a high corn oil diet (20% corn oil) and a high olive oil diet (3%
corn oil + 17% extra virgin olive oil). The composition, preparation and suitability of the exper-
imental diets have been described previously [14–16]. Thus, from weaning onwards, control
animals were fed the low fat diet (Group LF, N = 87), while the high fat groups animals were
fed the high corn oil diet (Group HCO, N = 37) or the high extra virgin olive oil diet (Group
HOO, N = 37) and water ad libitum. At 53 days of age, mammary cancer was induced by oral
gavage with one single dose of 5 mg of dimethylbenz(a)anthracene (DMBA) (Sigma-Aldrich;
St. Louis, MO, USA) dissolved in corn oil. To study the promotion of the carcinogenesis, after
DMBA treatment 50 rats from the LF group were changed to high fat dietary intervention, thus
forming the Group low fat—high corn oil (LF-HCO, N = 25), and the Group low fat—high
extra virgin olive oil (LF-HOO, N = 25). Animals were euthanized at day 36 (N = 6 / experi-
mental condition: control, HCO, HOO), 51 (N = 6 / experimental condition: control, HCO,
HOO), 100 (N = 6 / group) and 236–256 (median 246 days, end of the assay), (N = 20 / group).
Abdominal mammary glands were collected and flash frozen for molecular analyses. At the
end of the assay tumors were excised, a portion fixed in 4% formalin for histopathological diag-
nosis [17], and the rest flash frozen for molecular analyses. Only data from confirmed mam-
mary adenocarcinomas has been included in this study.
DNA isolation and bisulfite modification
Genomic DNA was extracted from mammary glands and tumors using the SpeedTools Tissue
DNA Extraction kit (Biotools B&M Labs, Madrid, Spain), according to the manufacturer's rec-
ommendations. The concentration of extracted DNAs was determined using the NanoDrop
ND-1000 spectrophotometer (Thermo Fisher Scientific). The 260/280 and 260/230 nm ratios
were used to evaluate the DNA purity and the integrity was assessed by 1% agarose gel electro-
phoresis and ethidium bromide staining.
The extracted DNAs were treated with sodium bisulfite using the CpGenome™ Turbo Bisul-
fite Modification Kit (Merck Millipore, Billerica, MA, USA), converting all unmethylated cyto-
sine to uracil.
Determination of global DNA methylation level (LUminometric
Methylation Assay-LUMA-)
Global DNAmethylation level was determined by LUMA as described previously [18] with
modifications [19]. Briefly, genomic DNA was cleaved with HpaII + EcoRI-HF orMspI +
EcoRI-HF (New England Biolabs) in two parallel reactions containing 500 ng genomic DNA
and 5U of each restriction enzyme. The reactions were incubated for 4 hours at 37°C. Samples
were analyzed in the Centre for Research in Agricultural Genomics (CRAG) from the Universi-
tat Autònoma de Barcelona, using the PyroMark Q96 ID System (Qiagen), with the following
dispensation order: GTGTCACATGTGTG. Percentage of DNA methylation was expressed as
[1 –(HpaII+EcoRI SG/ST/(MspI+EcoRI SG/ST)]100. This percentage represents the amount
of 5-mC within the CCGG motif throughout the genome.
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RNA isolation and gene expression analysis by Real-Time PCR
Total RNA from mammary glands and tumors were extracted using the Tissue RNeasy
Extraction Kit (Qiagen, Hilden, Germany). RNA was quantified spectrophotometrically with
NanoDrop ND-1000 spectrophotometer (Thermo Fisher Scientific, Waltham, MA, USA),
and integrity was assessed by 2% agarose gel electrophoresis and ethidium bromide staining.
Two micrograms of total RNA were reverse transcribed using the High Capacity cDNA
Reverse Transcription Kit (Applied Biosystems, Foster City, CA, USA). The study of expres-
sion of specific genes was performed by real-time PCR using the TaqMan methodology
(Applied Biosystems), in the iCycler MyiQ Real-Time PCR detection system (Bio-Rad Labo-
ratories, Hercules, CA, USA). Reactions were prepared with the TaqMan Universal PCR
Master Mix and the suitable TaqMan assay: Rn01445298_m1 (RASSF1A), Rn00441826_m1
(TIMP3), Rn00709664_m1 (DNMT1), Rn01469994_g1 (DNMT3A) and Rn01536419_m1
(DNMT3B). Twenty nanograms of cDNA were amplified during 40 cycles of 15 seconds at 95°C
and 60 seconds at 60°C. Gene expression was normalized usingHPRT1 (Rn01527840_m1) as a
control transcript.
Quantitative methylation analysis (pyrosequencing)
Bisulfite pyrosequencing was used to determine the promoter methylation of RASSF1A and
TIMP3 genes in bisulfite-modified DNAs, from mammary glands and tumors. Predesigned
methylation assays were used to determine the methylation status of three and six CpG sites in
the RASSF1A (PM00416297) and TIMP3 (PM00574896) promoter respectively (PyroMark
CpG assay, Qiagen). Briefly, 1 μl of bisulfite-modified DNA (25 ng) was amplified using 1U
Platinum1 Taq High Fidelity (Thermo Fisher Scientific) in a 25 μl final volume. The amplifica-
tion conditions were: denaturating at 95°C for 5 minutes, followed by 45 cycles at 95°C for 30
seconds, at 55°C for 30 seconds, at 72°C for 45 seconds and a final extension at 72°C for 5 min-
utes. Simple robust amplification was confirmed by visualization in 2% agarose gel stained
with ethidium bromide. Pyrosequencing reactions were then analyzed in the Centre for
Research in Agricultural Genomics (CRAG) from the Universitat Autònoma de Barcelona,
using in the PSQ HS 96 Pyrosequencing Instrument. Methylation data were presented as the
percentage of average methylation in all observed CpG sites.
DNMT activity
Global DNAmethyltransferase (DNMT) activity was evaluated in nuclear protein extracts
from mammary glands and tumors obtained using the EpiQuik Nuclear Extraction Kit (Epi-
gentek, Farmingdale, NY, USA). DNAmethyltransferase activity was measured in duplicates
using the EpiQuik™ DNMTActivity/Inhibition Assay Ultra Kit (Epigentek), following manu-
facturer’s recommendations. Replicates of each sample (include blank and positive control)
were analyzed to validate the signal generated. The DNMT activity data were presented as OD/
h/mg.
Histone modifications
Modifications of histone 4 (H4K20me3, H4K16ac) and histone 3 (H3K4me2, H3K27me3)
were determined in nuclear protein extracts from mammary glands and tumors. Samples were
resolved by SDS-PAGE in Any kD™Mini-PROTEAN1 TGX Stain-Free™ Gels (Bio-Rad Labo-
ratories) for 30 minutes at 200 volts, and transferred to PVDF membranes with Trans-Blot1
Turbo™ Transfer System (Bio-Rad Laboratories). Primary antibodies used were Anti-Histone
H4 (tri methyl K20) (1:5000), Anti-Histone H4 (acetyl K16) (1:5000), Anti-Histone H4
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(1:5000), Anti-Histone H3 (di methyl K4) (1:1000), Anti-Histone H3 (1:10000) from Abcam
(Cambrigde, UK) and Anti-Histone H3 (tri methyl K27) (1:1000) from Epigentek (Farming-
dale, NY, USA). Horseradish peroxidase conjugated rabbit secondary antibody was obtained
from Sigma–Aldrich (St. Louis, MO, USA). Immunoreactive proteins were visualized using
the Luminata™ Forte Western HRP Substrate (Merck Millipore). Densitometric values of
bands were analyzed and normalized to the protein loaded on each sample using the Chemi-
Doc XRS+ system and the Image Lab™ software (Bio-Rad Laboratories). Values were related
to an internal control pool loaded in duplicate in each gel, and normalized to global histone 3
or histone 4.
Statistical analysis
Statistical analyses were performed using SPSS software (20.0 Version) and R/Deducer soft-
ware (3.1.2 Version). The distribution of each variable was determined by the Kolmogoroz–
Smirnov test and the equality of variances among groups was determined by Leven’s test.
Quantitative data were analyzed by the nonparametric Mann–Whitney’s U-test. The level of
significance was established at P<0.05.
Results
Effects of high fat diets and breast cancer on global DNA methylation
Results of global DNA methylation in mammary gland displayed variations along time, show-
ing clear decreases at puberty (from 23 to 36 days) and in adulthood (from 100 to 246 days)
(Fig 1b). In relation to the effect of diets, the group fed with the olive oil one (HOO) showed
the highest methylation levels at all ages, close to significance compared to HCO at 36 days and
compared to LF at 51 days of age (Fig 1b). In mammary tumors, both groups fed the olive oil-
enriched diet had higher values of global DNA methylation (significantly in HOO and close to
significance in LF-HOO) compared to LF group (Fig 1c). Finally, we compared the global
DNAmethylation between mammary gland and tumor in each experimental group at 246
days of age, finding no clear differences among tissues, except an increase in tumor compared
to mammary gland in both groups fed the olive oil-enriched diet (significantly in LF-HOO and
close to significance in HOO) (Fig 1d).
Effects of high fat diets and breast cancer on RASSF1A and TIMP3
mRNA relative levels
Results for RASSF1A and TIMP3 gene expression in mammary gland showed a great variability
along time, displaying different trends in adolescence (36 and 51 days) and in adulthood (100
and 246 days of age). The RASSF1A gene expression showed a maximum at 100 days in all
groups (except HCO) and a decrease thereafter (Fig 2a). The TIMP3 gene expression decreased
along time in all high fat groups, while reached its maximum at 100 days of age in LF group
(Fig 2b). The high fat diets did not modify RASSF1A expression at the ages tested. TIMP3
expression decreased in LF-HCO group compared to LF group at the end of the assay (246
days) (Fig 2b). In tumors, RASSF1A gene expression showed a significant decrease in both high
olive oil groups in relation to LF and high corn oil groups (Fig 2c), while TIMP3 expression
was lower in LF-HOO group compared with the LF control (Fig 2d). Comparison between tis-
sues showed a significant decrease in the expression of both genes in tumors in all experimental
groups (Fig 2e and 2f).
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Effects of high fat diets and breast cancer on DNA promoter methylation
of RASSF1A and TIMP3 genes
The promoter methylation of RASSF1A (Fig 3a) and TIMP3 (Fig 3b) genes were determined in
bisulfite-modified DNAs from mammary glands and tumors at 246 days. In mammary gland,
both groups fed the corn oil-enriched diet had significant increased values of RASSF1Amethyl-
ation compared to LF group. Values from HCO were also significantly higher than those from
HOO (Fig 3c). TIMP3mehtylation was also increased in HCO group compared to LF and high
extra virgin olive oil groups (Fig 3d). In tumors, the methylation levels of RASSF1A increased
in all high fat diet groups except in LF-HCO (Fig 3e). TIMP3 promoter methylation tended to
increase in HCO group versus the control, whilst the LF-HOO group had significantly lower
levels compared with all other high fat groups (Fig 3f). Finally, comparison between tissues
showed an increase in both RASSF1A and TIMP3 promoter methylation in tumors, compared
to mammary glands, in all the experimental groups. (Fig 3g and 3h).
Effects of high fat diets and breast cancer on DNMT1, DNMT3a and
DNMT3b mRNA relative levels
The mRNA relative levels of the maintenance DNA methyltransferase (DNMT1) and the
de novomethyltransferases (DNMT3a and DNMT3b) were analyzed by real time PCR in
Fig 1. Global DNAmethylation level in mammary gland and tumor. (a)Representative pyrograms obtained in LUMA assay of DNA cleaved with HpaII
+EcoRI-HF andMspI+EcoRI-HF. (b) Determination of global DNAmethylation in mammary gland from all experimental groups along time. (c)Global DNA
methylation in tumors from all experimental groups at the end of the assay (246 days). (d) Comparison of global DNAmethylation between mammary gland
and tumors in each experimental group at 246 days of age. Data shown represent medians of the groups. Full lines connecting groups indicate differences
statistically significant (p<0.05); dotted lines indicate differences close to significance (p<0.1).
doi:10.1371/journal.pone.0138980.g001
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mammary gland and in tumors at the end of the assay. The DNMT1mRNA relative levels
were always higher compared to DNMT3a and DNMT3bmRNA levels in both tissues and in
all experimental groups (Fig 4). Expression levels of DNMT in mammary gland at 246 days
of age showed a significant increase in DNMT1mRNA levels in HCO (Fig 4a) and a decrease
in DNMT3bmRNA in HOO compared to LF and HCO groups (Fig 4c). In tumors, we did
not find significant differences in DNMT1 and DNMT3amRNA relative levels among
groups, although a trend to lower DNMT3a levels in EVOO groups was observed (Fig 4d and
4e). DNMT3b expression was decreased in HCO and in both high olive oil groups in compar-
ison to the control (Fig 4f). We also compared values from mammary gland and tumor in
each experimental group finding, in general, a decrease of DNMT expression in tumor,
mainly in DNMT3a and DNMT3b (Fig 4 g–4i).
Effects of high fat diets and breast cancer on DNMT activity
We determined the total (de novo and maintenance) DNA methyltransferase activity at the
end of the assay (246 days of age) in mammary gland and tumor. In both tissues, HCO group
showed an increase in DNMT activity compared with all other groups. In addition, HOO
group showed an increase in DNMT activity compared to LF-HOO group in both tissues
and compared to low fat group in mammary gland (Fig 5a and 5b). Comparison between
Fig 2. RASSF1A and TIMP3 gene expression in mammary gland and tumor.Determination of RASSF1A (a) and TIMP3 (b)mRNA relative levels in
mammary gland from all experimental groups along time. Determination of RASSF1A (c) and TIMP3 (d)mRNA relative levels in tumors from all experimental
groups at 246 days of age. Comparison of RASSF1A (e) and TIMP3 (f)mRNA relative levels between both tissues in each experimental group at 246 days of
age. Data shown represent medians of the groups. Full lines connecting groups indicate differences statistically significant (p<0.05); dotted lines indicate
differences close to significance (p<0.1).
doi:10.1371/journal.pone.0138980.g002
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mammary gland and tumor in each experimental group showed a statistical significant increase
in the tumor DNMT activity in all groups except in HCO (Fig 5c).
Effects of high fat diets and breast cancer on histone modifications
Global levels of histone 3 (H3K4me2, H3K27me3) and histone 4 (H4K20me3, H4K16ac) mod-
ifications have been determined in mammary gland and tumor at 246 days of age by western
blotting (Fig 6a). In mammary gland, we found no clear differences of such histone modifica-
tions among experimental groups, except a significant decrease of H3K27me3 relative levels in
HCO group compared to LF group, and a trend to decrease the H4K16ac relative levels in
HOO group (Fig 6b). In tumors, the high fat diets did not significantly influence the relative
levels of histone 3 modifications (H3K4me2, H3K27me3). Results of histone 4 modifications
showed a decrease of H4K20me3 relative levels in LF-HOO group compared with all other
groups, and a decrease of H4K16ac in LF-HOO compared to HOO group (Fig 6c). We also
compared the global levels of histone 3 and histone 4 modifications between mammary gland
and tumor in each experimental group at 246 days of age finding, in general, a decrease of such
modifications in tumor (Fig 6d).
Fig 3. DNA promoter methylation ofRASSF1A and TIMP3 genes in mammary gland and tumor. Representative pyrogram of RASSF1A (a) and TIMP3
(b) promoter methylation analyses. Determination of RASSF1A and TIMP3DNAmethylation in mammary gland (c, d) and tumor (e, f) from all experimental
groups at 246 days of age. Comparison of RASSF1A (g) and TIMP3 (h) gene methylation between both tissues in each experimental group at 246 days of
age. Data shown represent medians of the groups. Full lines connecting groups indicate differences statistically significant (p<0.05); dotted lines indicate
differences close to significance (p<0.1).
doi:10.1371/journal.pone.0138980.g003
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Discussion
Disruptions of epigenetic patterns including global DNA hypomethylation, tumor suppressor
gene promoter hypermethylation and aberrant histone modifications have been considered
hallmarks of cancer [20]. These epigenetic changes are reversible and may be modified by
nutritional factors, including dietary lipids. In the present study, we have investigated the
effect of diets rich in corn oil or in extra virgin olive oil on DNA methylation and histone
Fig 4. DNAmethyltransferase gene expression in mammary gland and tumor.Determination of DNMT1, DNMT3a and DNMT3bmRNA relative levels
in mammary gland (a, b and c) and tumors (d, e and f) from all experimental groups at 246 days of age. Comparison of DNMT1 (g), DNMT3a (h) and
DNMT3b (i)mRNA relative levels between both tissues in each experimental group at 246 days of age. Data shown represent medians of the groups. Full
lines connecting groups indicate differences statistically significant (p<0.05); dotted lines indicate differences close to significance (p<0.1).
doi:10.1371/journal.pone.0138980.g004
Dietary Lipids, Epigenetics and Breast Cancer
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modifications in the rat DMBA-induced breast cancer model. Our results revealed different
mechanisms of action of such diets on epigenetic patterns, which could play an important role
in the strong enhancing effect described for the high corn oil diet and the weaker effect of the
EVOO diet on breast cancer progression.
Previous results in the same animals that have been used in this work, showed a strong
tumor enhancing effect of the high corn oil diet when administered from weaning (Group
HCO) and from induction (Group LF-HCO), while a weak effect of the high olive oil diet
administered in the same periods [21, 22]. Thus, by 246 days of age the high corn oil diet
induced a significantly higher percentage of tumor-bearing animals (incidence: LF 80% -16/20-
, HCO 100% -20/20-, LF-HCO 100% -20/20-, HOO 75% -15/20-, LF-HOO 85% -17/20-) and
tumor yield (number of tumors: LF 46, HCO 99, LF-HCO 87, HOO 58, LF-HOO 83). More-
over, tumors from groups fed such diet tended to appear earlier and had higher volume, and
displayed morphological characteristics of higher malignancy. Hence, in this work we aimed to
get insight into the molecular mechanisms by which these high fat diets had their differential
effects on experimental mammary carcinogenesis.
Global DNA hypomethylation has been associated with neoplastic transformation, tumori-
genesis, cancer progression and chromosomal instability [7]. To study the effect of high fat
diets on genomic methylation, we have determined the global DNAmethylation level of mam-
mary gland and tumor in rats fed diets rich in corn oil or in EVOO. We first observed varia-
tions along time in the genomic DNA methylation of the mammary gland, displaying
decreases at puberty (from 23 to 36 days) that may be related to the mammary gland develop-
ment [23, 24]. We have also found an age-related decrease of methylation in adulthood (from
100 to 246 days). Although no data have been reported in this model, such result is in accor-
dance with published evidence in human tissues, which demonstrate that physiologic aging is
also accompanied by widespread epigenetic changes, including gradual loss of global DNA
methylation [25]. In relation to the effect of diet, our data also showed higher levels of methyla-
tion in EVOO groups, both in mammary gland at all ages and in tumor, suggesting an inhibi-
tory effect of EVOO on cancer-related global DNA hypomethylation. This result can be related
to previous experimental series where we have observed from a weak protective effect of the
high EVOO diet [16] to a weak enhancing effect after chronic intake [21, 22]. Finally, we have
Fig 5. DNAmethyltransferase activity in mammary gland and tumor.Determination of DNMT activity in mammary gland (a) and tumors (b) from all
experimental groups and comparison between both tissues (c). Data shown represent medians of the groups. Full lines connecting groups indicate
differences statistically significant (p<0.05); dotted lines indicate differences close to significance (p<0.1).
doi:10.1371/journal.pone.0138980.g005
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also compared the levels of genomic methylation among mammary gland and tumor in each
experimental group at 246 days of age. Contrary to our expectations [20], levels in tumor were
not lower than in mammary gland. This could be related to the fact that this gland has suffered
a carcinogenic insult. Although no data has been found in DMBA-induced mammary gland, in
ACI rats exposure to estrogen and ionizing irradiation decrease global DNA methylation of
this tissue [26, 27].
It is well-known that global DNA hypomethylation and tumor suppressor hypermethyla-
tion promote carcinogenesis, affecting DNA stability and gene expression [20, 28]. To further
investigate the effects of diets, we have analyzed the expression of the tumor suppressor genes
RASSF1A and TIMP3, which have important roles on the key hallmarks that a neoplastic cell
acquires, and are frequently down-regulated in breast cancer [29, 30]. We have determined the
mRNA relative levels of both genes in mammary gland at all ages and in tumor. We have
observed changes in mammary gland along lifetime, with RASSF1A and TIMP3mRNA levels
increasing during the adolescence (36 and 51 days). This regulation may be related to the
Fig 6. Global levels of histone 3 (H3K4me2, H3K27me3) and histone 4 (H4K20me3, H4K16ac) modifications in mammary gland and tumor.
Representative images obtained for western blot data frommammary gland and tumor of histone 3 and histone 4 modifications (a). Determination of relative
levels of such modifications in mammary gland (b) and tumor (c) from all experimental groups at 246 days of age. Comparison of global levels of histone
modifications between both tissues (d) in each experimental group. Data shown represent medians of the groups. Full lines connecting groups indicate
differences statistically significant (p<0.05); dotted lines indicate differences close to significance (p<0.1).
doi:10.1371/journal.pone.0138980.g006
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proliferation and differentiation associated with the mammary gland development, and is in
concordance with the reported increase in tumor suppressor expression at the end of puberty
in such gland [31]. We also found a decrease in the RASSF1A and TIMP3 gene expression in
the adulthood along time (100 and 246 days of age), in accordance with promoter methylation
and transcriptional silencing of tumor suppressor genes with aging [32]. In relation to the
effects of the high fat diets, little influence was observed in mammary gland, whilst in tumor
the EVOO groups showed lower levels of RASSF1A and TIMP3mRNA. As expected, compari-
son between tissues indicated a down-regulation in tumor versus mammary gland in all experi-
mental groups, suggesting an inactivation of these tumor suppressor genes in cancer [33].
Hypermethylation of CpG islands in the promoter regions of tumor suppressor genes is one
of the main mechanisms for gene silencing [34]. Thus, we have analyzed the promoter methyl-
ation of RASSF1A and TIMP3 genes in mammary gland and tumor at 246 days of age, finding
a significant increase in both tissues in the corn oil-enriched diet groups, especially in HCO.
On the other hand, the EVOO diet, despite being also high fat, only increased RASSF1A pro-
moter methylation in the tumor, suggesting a selective mechanism of action on promoter
methylation of such diet. In this sense, hydroxytyrosol and oleuropein, the most representative
poliphenols in extra virgin olive oil, are able to selectively regulate Type 1 cannabinoid receptor
(CB1) expression, a tumor suppressor gene, in Caco-2 cells and in the rat colon via epigenetic
mechanisms [35]. In our study, the comparison between tissues showed an increase of
RASSF1A and TIMP3methylation in tumor in all experimental groups. It is in concordance
with the hypermethylation of tumor suppressor genes described in cancer [29, 30].
DNA methylation is catalyzed by the enzyme 5-cytosine DNAmethyltransferase (DNMT).
There are three main DNMT enzymes that possess catalytic methyltransferase activity:
DNMT1 (maintenance methyltransferase), DNMT3a and DNMT3b (de novomethyltrans-
ferases). Hence, we investigated the effects of the high fat diets on DNMT function, determin-
ing mRNA levels of DNMT1, DNMT3a and DNMT3b, as well as DNMT activity in mammary
gland and tumor at 246 days of age. We found higher DNMT1mRNA levels compared to de
novo DNMT in both tissues and in all experimental groups, according to the literature [10],
and a coordinated expression of DNMT1, DNMT3a and DNMT3b in mammary gland and
tumor, as it has been described in several tissues [36]. In relation to the effect of dietary lipids,
in mammary gland we observed an increase in DNMT1 expression in HCO and a decrease in
DNMT3b expression in HOO group. In tumor, DNMT3bmRNA was decreased in all high fat
groups. Surprisingly, a decrease of DNMT expression in tumor, compared to mammary gland
was, also detected, mainly in DNMT3a and DNMT3b. Thus, we analyzed DNMT activity find-
ing that, as expected [37], it was increased in tumors versus mammary gland. This imbalance
between mRNA levels and DNMT activity indicates that DNMT function is relevantly regu-
lated on the post-transcriptional level. Furthermore, when we analyzed the DNMT activity in
relation to the diet administered, an increase in HCO group was found in both tissues (mam-
mary gland and tumor). A consequence of this increase in HCO group could be the higher val-
ues of DNA promoter methylation of RASSF1A and TIMP3 genes detected in both tissues [38,
39], which could be one of the mechanisms of the stimulating effect of carcinogenesis of such
diet [3, 4, 16, 24, 40, 41]. On the other hand, the olive oil-enriched diets showed intermediate
values between the obtained in the low fat group and the corn oil-enriched diet groups, maybe
due to the action of poliphenols of EVOO which have shown DNMT inhibition properties
[42–44]. Finally, in both tissues there was an increase in DNMT activity in HCO and HOO
groups compared with their counterparts LF-HCO and LF-HOO, suggesting that time and
duration of high fat diet implementation could have an effect on DNMT activity in such tis-
sues, promoting the carcinogenesis process.
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DNA methylation and histone modifications interact with each other in the regulation of
gene expression [20]. Therefore, we analyzed the effects of the high fat diets on global levels
of histone 3 (H3K4me2, H3K27me3) and histone 4 (H4K20me3, H4K16ac) modifications,
in mammary gland and tumor at 246 days of age. As far as we know, no data has been pub-
lished in rat DMBA-induced breast cancer model about dietary effects on these histone mod-
ifications. Results showed a decrease in mammary gland of H3K27me3 relative levels in
HCO group, and a decrease in tumor of H4K20me3 relative levels in LF-HOO group com-
pared with all other groups. These results could be considered a mechanism by which these
lipids influence rat carcinogenesis [3, 4]. Finally, we also compared the global levels of his-
tone 3 and histone 4 modifications between mammary gland and tumor, finding, in general,
higher levels of such modifications in mammary gland tissue, according to published data
[11–13].
In conclusion, the corn oil-enriched diet increased DNMT activity both in mammary gland
and tumor, more likely as a consequence of the stimulation of activity than of the increase in
mRNA levels. This effect was reflected in the promoter methylation of RASSF1A and TIMP3
genes in both tissues. However, methylation changes of these genes did not reflect the varia-
tions observed in the mRNA levels, indicating the relevant role of other mechanisms regulating
their transcriptional silencing. In any case, increases in DNMT activity are related to gene-spe-
cific methylation, suggesting that the corn oil-enriched diet may induce hypermethylation of
several genes, whose silencing would have a role on the carcinogenesis-promoting effect of this
diet [9]. RASSF1A and TIMP3 are tumor suppressor genes that could be inactivated though
epigenetic mechanisms in early-events of the carcinogenesis process and, therefore, in the
long-term their expression may not reflect the degree of malignancy of tumors. Respect the
olive oil-enriched diet, on the one hand, decreased the levels of global DNA hypomethylation
and, on the other, changed histone modification patterns. We have previously demonstrated a
strong enhancing effect of high corn oil diet on mammary carcinogenesis, while the EVOO
diet, despite being high fat, had a weaker effect. Considering the unspecific promoter influence
that all high fat diets have on experimental carcinogenesis [45], the EVOOmust have some
beneficial effects that may partially counteract the total fat intake. Its richness in MUFA and
other bioactive components such as phenolic compounds, squalene could be the responsible of
the weak protective effect detected in our study. Altogether, our results suggest different effects
of the high fat diets, rich in corn oil or in olive oil, on epigenetic mechanisms with a relevant
role in the neoplastic transformation. This specific influence could be at the basis, at least in
part, of the differential promoter effects described by PUFA n-6 enriched oils and EVOO on
breast cancer progression.
Supporting Information
S1 Fig. Experimental design.
(TIF)
S1 File. Detailed data for each variable.
(XLS)
Author Contributions
Conceived and designed the experiments: RM EE. Performed the experiments: CRM RM RE
EVMS EE. Analyzed the data: CRM RM EE. Wrote the paper: CRM RM EE.
Dietary Lipids, Epigenetics and Breast Cancer
PLOS ONE | DOI:10.1371/journal.pone.0138980 September 24, 2015 13 / 16
References
1. Ferlay J, Shin HR, Bray F, Forman D, Mathers C, Parkin D. Estimates of worldwide burden of cancer in
2008: GLOBOCAN 2008. Int J Cancer. 2010; 127(12):2893–2917. doi: 10.1002/ijc.25516 PMID:
21351269
2. World Cancer Research Fund/American Institute for Cancer Research: Food, Nutrition, Physical Activ-
ity, and the Prevention of Cancer: A global perspective. Washington DC, American Institute for Cancer
Research 2007.
3. Escrich E, Solanas M, Moral R. Olive oil, and other dietary lipids, in cancer: experimental approaches.
In: Olive Oil and Health. Edited by Quiles JL, Ramírez-Tortosa MC, Yaqoob P. Oxford, CABI Publish-
ing 2006, 317–374.
4. Escrich E, Solanas M, Moral R. Olive Oil And Other Dietary Lipids In Breast Cancer. In: Advances in
Nutrition and Cancer. Edited by Zappia V, Panico S, Russo GL, Budillon A, Della Regione F. Berlin,
Springer-Verlag 2014, 289–309.
5. Schwingshackl L, Hoffmann G. Adherence to Mediterranean diet and risk of cancer: a systematic
review and meta-analysis of observational studies. Int J Cancer. 2014; 135(8):1884–1897. doi: 10.
1002/ijc.28824 PMID: 24599882
6. Hardy TM, Tollefsbol TO. Epigenetic diet: impact on the epigenome and cancer. Epigenomics. 2011; 3
(4):503–518. doi: 10.2217/epi.11.71 PMID: 22022340
7. Eden A, Gaudet F, Waghmare A, Jaenisch R. Chromosomal instability and tumors promoted by DNA
hypomethylation. Science. 2003; 300(5618):455. PMID: 12702868
8. Momparler RL. Cancer epigenetics. Oncogene. 2003; 22(42):6479–6483. PMID: 14528271
9. Hanahan D, Weinberg RA. Hallmarks of cancer: the next generation. Cell. 2011; 144(5):646–674. doi:
10.1016/j.cell.2011.02.013 PMID: 21376230
10. Kanai Y, Hirohashi S. Alterations of DNAmethylation associated with abnormalities of DNAmethyl-
transferases in human cancers during transition from a precancerous to a malignant state. Carcinogen-
esis. 2007; 28(12):2434–2442. PMID: 17893234
11. Fraga MF, Ballestar E, Villar-Garea A, Boix-Chornet M, Espada J, Schotta G, et al. Loss of acetylation
at Lys16 and trimethylation at Lys20 of histone H4 is a common hallmark of human cancer. Nat Genet.
2005; 37(4):391–400. PMID: 15765097
12. Wei Y, Xia W, Zhang Z, Liu J, Wang H, Adsay NV, et al. Loss of trimethylation at lysine 27 of histone H3
is a predictor of poor outcome in breast, ovarian, and pancreatic cancers. Mol Carcinog. 2008; 47
(9):701–706. doi: 10.1002/mc.20413 PMID: 18176935
13. Greer EL, Shi Y. Histone methylation: a dynamic mark in health, disease and inheritance. Nat Rev
Genet. 2012; 13(5):343–357. doi: 10.1038/nrg3173 PMID: 22473383
14. Solanas M, Hurtado A, Costa I, Moral R, Menéndez JA, Colomer R, et al. Effects of a high olive oil diet
on the clinical behavior and histopathological features of rat DMBA-induced mammary tumors com-
pared with a high corn oil diet. Int J Oncol. 2002; 21(4):745–753. PMID: 12239612
15. Escrich E, Solanas M, Segura R. Experimental diets for the study of lipid influence on induced mam-
mary carcinoma in rats: I—Diet definition. In Vivo. 1994; 8(6):1099–1105. PMID: 7772745
16. Escrich E, Solanas M, Ruiz de Villa MC, Ribalta T, Muntane J, Segura R. Experimental diets for the
study of lipid influence on induced mammary carcinoma in rats: II—Suitability of the diets. In Vivo.
1994; 8(6):1107–1111. PMID: 7772746
17. Costa I, Solanas M, Escrich E. Histopathologic characterization of mammary neoplastic lesions
induced with 7, 12 dimethylbenz(alpha)anthracene in the rat: a comparative analysis with human breast
tumors. Arch Pathol Lab Med. 2002; 126(8):915–927. PMID: 12171489
18. Karimi M, Johansson S, Stach D, Corcoran M, Grandér D, Schalling M, et al. LUMA (LUminometric
Methylation Assay)–a high throughput method to the analysis of genomic DNAmethylation. Exp Cell
Res. 2006; 312(11):1989–1995. PMID: 16624287
19. Sant KE, Nahar MS, Dolinoy DC. DNAmethylation screening and analysis. Methods Mol Biol. 2012;
889:385–406. doi: 10.1007/978-1-61779-867-2_24 PMID: 22669678
20. Fraga MF, Esteller M. Towards the human cancer epigenome: a first draft of histone modifications. Cell
Cycle. 2005; 4(10):1377–1381. PMID: 16205112
21. Moral R, Escrich R, Solanas M, Vela E, Costa I, de Villa MC, et al. Diets high in corn oil or extra-virgin
olive oil provided from weaning advance sexual maturation and differentially modify susceptibility to
mammary carcinogenesis in female rats. Nutr Cancer. 2011; 63(3):410–420. doi: 10.1080/01635581.
2011.535956 PMID: 21391126
22. Escrich E, Solanas M, Moral R. Olive oil and other dietary lipids in breast cancer. Cancer Treat Res.
2014; 159:289–309. doi: 10.1007/978-3-642-38007-5_17 PMID: 24114487
Dietary Lipids, Epigenetics and Breast Cancer
PLOS ONE | DOI:10.1371/journal.pone.0138980 September 24, 2015 14 / 16
23. Smith ZD, Meissner A. DNAmethylation: roles in mammalian development. Nat Rev Genet. 2013; 14
(3):204–220. doi: 10.1038/nrg3354 PMID: 23400093
24. Russo J, Russo IH. Role of differentiation in pathogenesis and prevention of breast cancer. Endocr
Relat Cancer. 1997; 4:7–21. doi: 10.1677/erc.0.0040007
25. Fraga MF, Agrelo R, Esteller M. Cross-talk between aging and cancer: the epigenetic language. Ann N
Y Acad Sci. 2007 Apr; 1100:60–74. PMID: 17460165
26. Starlard-Davenport A, Tryndyak VP, James SR, Karpf AR, Latendresse JR, Beland FA, et al.
Mechanisms of epigenetic silencing of the Rassf1a gene during estrogen-induced breast carcinogen-
esis in ACI rats. Carcinogenesis. 2010; 31(3):376–381. doi: 10.1093/carcin/bgp304 PMID:
20008439
27. Kutanzi K, Kovalchuk O. Exposure to estrogen and ionizing radiation causes epigenetic dysregula-
tion, activation of mitogen-activated protein kinase pathways, and genome instability in the
mammary gland of ACI rats. Cancer Biol Ther. 2013; 14(7):564–573. doi: 10.4161/cbt.24599 PMID:
23792640
28. Li J, Huang Q, Zeng F, Li W, He Z, ChenW, et al. The prognostic value of global DNA hypomethylation
in cancer: a meta-analysis. PLoS One. 2014; 9(9):e106290. doi: 10.1371/journal.pone.0106290 PMID:
25184628
29. Dammann R, Yang G, Pfeifer GP. Hypermethylation of the CpG island of Ras association domain fam-
ily 1A (RASSF1A), a putative tumor suppressor gene from the 3p21.3 locus, occurs in a large percent-
age of human breast cancers. Cancer Res. 2001; 61(7):3105–3109. PMID: 11306494
30. Bachman KE, Herman JG, Corn PG, Merlo A, Costello JF, CaveneeWK, et al. Methylation-associated
silencing of the tissue inhibitor of metalloproteinase-3 gene suggests a suppressor role in kidney, brain,
and other human cancers. Cancer Res. 1999; 59(4):798–802. PMID: 10029065
31. Chodosh LA. Expression of BRCA1 and BRCA2 in normal and neoplastic cells. J Mammary Gland Biol
Neoplasia. 1998; 3(4):389–402. PMID: 10819533
32. Ahuja N, Issa JP. Aging, methylation and cancer. Histol Histopathol. 2000; 15(3):835–842. PMID:
10963127
33. Esteller M. Epigenetics in cancer. N Engl J Med. 2008; 358(11):1148–1159. doi: 10.1056/
NEJMra072067 PMID: 18337604
34. Esteller M. Epigenetic gene silencing in cancer: the DNA hypermethylome. HumMol Genet. 2007; 16
Spec No 1:R50–59. PMID: 17613547
35. Di Francesco A, Falconi A, Di Germanio C, Micioni Di Bonaventura MV, Costa A, Caramuta S, et al.
Extravirgin olive oil up-regulates CB1 tumor suppressor gene in human colon cancer cells and in rat
colon via epigenetic mechanisms. J Nutr Biochem. 2015; 26(3):250–258. doi: 10.1016/j.jnutbio.2014.
10.013 PMID: 25533906
36. Robertson KD, Uzvolgyi E, Liang G, Talmadge C, Sumegi J, Gonzales FA, et al. The human DNA
methyltransferases (DNMTs) 1, 3a and 3b: coordinate mRNA expression in normal tissues and overex-
pression in tumors. Nucleic Acids Res. 1999; 27(11):2291–2298. PMID: 10325416
37. Girault I, Tozlu S, Lidereau R, Bièche I. Expression analysis of DNAmethyltransferases 1, 3A, and 3B
in sporadic breast carcinomas. Clin Cancer Res. 2003; 9(12):4415–4422. PMID: 14555514
38. Di Ruscio A, Ebralidze AK, Benoukraf T, Amabile G, Goff LA, Terragni J, et al. DNMT1-interacting
RNAs block gene-specific DNAmethylation. Nature. 2013; 503(7476):371–376. doi: 10.1038/
nature12598 PMID: 24107992
39. Yenbutr P, Hilakivi-Clarke L, Passaniti A. Hypomethylation of an exon I estrogen receptor CpG island in
spontaneous and carcinogen-induced mammary tumorigenesis in the rat. Mech Ageing. 1998; 106(1–
2):93–102.
40. Costa I, Moral R, Solanas M, Escrich E. High-fat corn oil diet promotes the development of high histo-
logic grade rat DMBA-induced mammary adenocarcinomas, while high olive oil diet does not. Breast
Cancer Res Treat. 2004; 86(3):225–235. PMID: 15567939
41. Solanas M, Grau L, Moral R, Vela E, Escrich R, Escrih E. Dietary olive oil and corn oil differentially affect
experimental breast cancer through distinct modulation of the p21Ras signaling and the proliferation-
apoptosis balance. Carcinogenesis. 2010; 31(5):871–879. doi: 10.1093/carcin/bgp243 PMID:
19825967
42. Anderson OS, Sant KE, Dolinoy DC. Nutrition and epigenetics: an interplay of dietary methyl donors,
one-carbon metabolism and DNAmethylation. J Nutr Biochem. 2012; 23(8):853–859. doi: 10.1016/j.
jnutbio.2012.03.003 PMID: 22749138
43. Meeran SM, Ahmed A, Tollefsbol TO. Epigenetic targets of bioactive dietary components for cancer
prevention and therapy. Clin Epigenetics. 2010; 1(3–4):101–116. PMID: 21258631
Dietary Lipids, Epigenetics and Breast Cancer
PLOS ONE | DOI:10.1371/journal.pone.0138980 September 24, 2015 15 / 16
44. Link A, Balaguer F, Goel A. Cancer chemoprevention by dietary polyphenols: promising role for epige-
netics. Biochem Pharmacol. 2010; 80(12):1771–1792. doi: 10.1016/j.bcp.2010.06.036 PMID:
20599773
45. Guthrie N, Carroll KK. Specific versus non-specific effects of dietary fat on carcinogenesis. Prog Lipid
Res. 1999; 38(3):261–271. PMID: 10664796
Dietary Lipids, Epigenetics and Breast Cancer
PLOS ONE | DOI:10.1371/journal.pone.0138980 September 24, 2015 16 / 16
